isdA (5.4 fold), isdB (2.1*), isdC (5.5 fold), isdD (6.2 fold), isdE (5.6 fold), isdF (6.1 fold), isdG (4.7 fold), isdH (1.8*), isdI (5.7 fold), srtB (6.2 fold), SAOUHSC_00131 (6.1 fold), SAOUHSC_01087 (6.3 fold).
Staphyloferrin A biosynthesis and uptake:
sfaA (6.7 fold), sfaB (4.6 fold), sfaC (4.1 fold), sfaD (1.8 fold), htsA (10.5 fold), htsB (5.4 fold), htsC (1.7 fold).
Staphyloferrin B biosynthesis and uptake:
sbnA (1.9 fold), sbnB (1.9 fold), sbnC (3.5 fold), sbnD (1.7 fold), sbnE (1.6 fold), sbnF (1.5 fold), sbnG (1.4 fold), sbnH (2.5), sbnI (2.3*), sirA (16.3 fold), sirB (7.4 fold), sirC (4.6 fold).
Ferrichrome import
fhuA (7.0 fold), fhuB (4.5 fold), fhuG (1.6 fold), fhuD1 (8.0 fold), fhuD2 (6.8 fold), sstA (10.9 fold), sstB (9.0 fold), sstC (9.1 fold) sstD (3.2 fold), SAOUHSC_02245 (6.5 fold). Table S1 . Genes involved in iron acquisition and level of upregulation in the essC mutant relative to wild type. *genes for which p value > 0.05 but were included for completeness. Figure S3 . Volcano plot representation of the differentially expressed genes in RN6390 strain compared to the isogenic essC mutant. The orange and grey spots represent, respectively, genes that are up-or down-regulated in essC mutant relative to the parental strain. Note that the essC gene was removed from this analysis. Figure S5 . Growth of S. aureus RN6390 and essC mutant strains with micromolar levels of hemin. Strains RN6390 and the isogenic essC deletion were grown with shaking in TSB medium or TSB medium supplemented with 2 μM or 5 μM hemin, as indicated. Growth was monitored over 18 hours in 96-well plates (200 μl volume). Error bars are + standard deviation, n=3.
